ABSTRACT The complete genome sequence of a human enterovirus C99 strain isolated from a healthy child in Yunnan, China, in 2013 was determined. The isolate belonged to genotype C, according to phylogenetic and homogeneity analyses.
sequences using default parameters. Then, the conflicting positions were inspected manually and amended where manual inspection of the corresponding positions in the chromatograms showed a single peak. The average depth was 3ϫ, based on the read number and length. Geneious Basic 5. protein regions P2 (1,722 nt) and P3 (2,259 nt). The sequence was flanked by a 3= UTR (71 nt) and a 5= UTR (752 nt). The contents of A, U, G, and C were 30.2%, 24.9%, 22.3%, and 22.7%, respectively, with a GC content of 44.9%. All complete genome sequences of EV-C99 available in GenBank were identified using BLAST. The sequences were aligned using the ClustalW multiple alignment method. The strain shared 81.2 to 92.2% and 87.3 to 93.1% nucleotide similarity with other Chinese strains in the complete VP1 gene and the complete genome, respectively. The isolate was defined as an EV-C99 strain according to the enterovirus type demarcation criterion (strains with Ͼ75% nucleotide or Ͼ88% amino acid homology with VP1 sequences belong to the same serotype) (7) . The strain K292/YN/CHN/2013 is assigned to genotype C, according to the results of the phylogenetic analyses (Fig. 1) . In addition, similarity plot and bootscanning analysis was performed using Simplot v.3.5.1; the K292/YN/CHN/2013 strain revealed intraserotypic genetic recombination events.
Data availability. The complete genome sequence of K292/YN/CHN/2013 has been deposited in GenBank under the accession no. KT946713.
